Integration of unexpected discoveries about charismatic species can disrupt their wellestablished recovery plans, particularly when this requires coordinate actions among the different governments responsible. The Critically Endangered Coronopus navasii (Brassicaceae) was considered a restricted endemism to a few Mediterranean temporary ponds in a high mountain range of Southeast Spain, until a new group of populations were discovered 500 km North in 2006. Ten years after this finding, its management has not been accommodated due to limited information of the new populations and administrative inertia. In this study, DNA sequences and species distribution models are used to analyse the origin of the C. navasii disjunction as a preliminary step to reassess its recovery plan. Molecular results placed the disjunction during Miocene-Pleistocene (6.30-0.49 Mya, plastid DNA; 1.45-0.03 Mya, ribosomal DNA), which discards a putative human-mediated origin. In fact, the haplotype network and the low gene flow estimated between disjunct areas suggest long-term isolation. Dispersal is the most likely explanation for the disjunction as interpreted from the highly fragmented distribution projected to the past. Particularly, a northward dispersal from Southeast is proposed since C. navasii haplotype network is connected to the sister-group through the southern haplotype. Although the reassessment of C. navasii conservation status is more optimistic under the new extent of occurrence, its long-term survival may be compromised due to the: (1) natural fragmentation and rarity of the species habitat, (2) genetic isolation between the two disjunct areas, and (3) northward shift of suitable areas under future climate change scenarios. Several ex-situ and in-situ conservation measures are proposed for integrating Central East Spanish populations into the on-going recovery plan, which still only contemplates Southeast populations and therefore does not preserve the genetic structure and diversity of the species.
Introduction
Selection of flagship species is key for effective biodiversity conservation management since they attract the attention of the public and policy administrators. Flagships species normally are endemic taxa restricted to a particular ecosystem, being mammals and birds the most common candidates to play this role [1] , with the occasional exception of some plants [2] . The benefits of flagships often go beyond their own conservation improvements since they can also be umbrella species under which protection other species or habitats are also preserved [1] .
Well-known threatened species are easy targets of well-supported conservation status assessments and more likely to become flagship species. The more conservation attention received, the more probable new discoveries occurred and resulted in improving the conservation status assessment. Reassessments in the conservation status force the adaptation of the conservation strategy to accommodate management actions. However, the implementation of new measures often faces researchers' or politicians' resistance delaying integration in the ongoing recovery plans [3] . This is the case of Coronopus navasii Pau (Brassicaceae), one of the most charismatic species within the broad spectrum of the Spanish plant conservationism [4] . It is an endemic species that has been legally protected under the maximum risk category since the first National Catalogue of Endangered Species published in 1982 [5] . Coronopus navasii inhabits temporarily flooded clay ponds in xeric environments at high altitudes where it is locally abundant and dominant [5, 6] . Apart from its local abundance, C. navasii satisfies the two remaining features described by Rabinowitz [7] to be considered a rare species, it: (1) shows a high habitat specificity, and (2) was known from just a single metapopulation in the Sierra de Gádor mountain range (Andalusia, Southeast Spain). The species is not only a rare plant but it is under decline [8] , legitimate condition to be considered as threatened [9] . Population size has been decreasing since the first censuses in the 70s and its local populations suffer from extinctions and severe demographic oscillations [5, 6] . The species decline has been associated to climate change and human impacts such as over-grazing, plowing or the practice of off-road driving. Indeed, C. navasii is catalogued under the 'Critically Endangered' IUCN category in both Regional and National Red Lists [8, 10] as well as 'in Danger of Extinction' in the corresponding legal catalogues of protected flora [5, 11] . It is also included in the Bern Convention [12] and as a priority species in the European Habitats Directive [13] . The species is also protected through its habitat since Mediterranean temporary ponds are considered priority habitats belonging to the European Natura 2000 network (Natura 2000 code 3170). Within this legal context, an integrated conservation program was developed on the species and its habitat including in situ, ex situ and legal measures. As a result, a range of ex situ conservation techniques has already been done [14] including the implementation of population reinforcements [5, 15] .
Unexpectedly, a new population was discovered in 2004 around 500 km North of Sierra de Gádor, in a similar habitat at the continental plateaus of the Sistema Ibérico. This population (hereafter called 'Anguita population', Guadalajara, Central East Spain; Fig 1) was discovered by López-Jiménez and García-Muñoz [16] in a small pool used as a watering hole. These authors suggested long distance dispersal (LDD) as the most plausible explanation for this disjunction between Sierra de Gádor and Sistema Ibérico, and proposed birds as the likely dispersal vector based on the epizoochory described for the species [5, 17] . The authors discarded vicariance as a plausible explanation due to the natural scattered occurrence of the ponds where C. navasii appears.
Interestingly, two new populations were found in the summer of 2014 in other localities at the Sistema Ibérico (Fig 1) . One of these recently discovered populations (hereafter called 'Maranchón population') is located barely 16 km east of the Anguita population in a similar temporary pond (Julián García-Muñoz, pers. com.). The second one (hereafter called 'Zaida population') is in Zaragoza, c 100 km east of Anguita and Maranchón populations, where it occupies the temporary flooded shoulders of a farming path [18] .
Mediterranean temporary ponds, like the ones where C. navasii occurs, are shallow waterholes flooded in winter and dry out by the beginning of summer. These ponds occur on superficial depressions over impermeable grounds. The degree of substrate impermeability and depression slope are key factors that control water level variability at a local scale [19] . However, rainfall is also a critical factor that determines flooding duration as well as size, depth and shape of ponds [19] . Every year, the hemicryptophyte C. navasii (S1 Fig) produces new aboveground shoots, leaves and flowers in the first line of vegetation as water drains. Its seeds fall by barochory after which an eventual secondary dispersal mechanism may happen by epizoochory. Fallen seeds are mixed into the mud and may get stuck to animals' paws as they approach the pond to drink water [5] . The ponds where C. navasii grows have been traditionally used as natural watering holes for livestock supply (Fig 2) due to the impermeability of the clays [20, 21] . Because of this, shepherds may have probably favored these ponds to provide water for their flock during the long and dry summer. Given the recent discovery of the three distant northern populations in otherwise highly accessible localities related to traditional pastoral uses, coupled with their reduced population sizes, we could not help but wonder if the origin of these populations was human-mediated. This hypothesis is plausible since 'transhumance' has been a traditional land use in Spain until recent years [22] . This practice consisted in the regular displacement of cattle by shepherds to take advantage of spatial-temporal variations in land productivity associated to seasonal climates such as the Mediterranean one. Transhumance has a long history in the Iberian Peninsula, with some traces in pre-Roman times and its peak during the Middle Ages, when over 3 million merino sheep moved through the country going over up to 800 km distance [23] . The role of transhumance on plant dispersal has been experimentally evaluated revealing that seeds can be transported several hundreds of kilometers attached to hooves of transhumant sheep, even in plants with no adaptation to epizoochory such as Plantago lagopus L. [24] . For the particular case of C. navasii, transhumance-migration seems likely given that: (1) its individuals germinate in the first line of vegetation as water drains, (2) fruits phenology coincide with domesticated ungulates' summer migrations and (3) ponds are used for flock drinking.
Despite C. navasii is one of the best documented cases of the Spanish endangered flora and one of the few with an integral conservation program already implemented, the recent finding of three distant populations changes the biogeographic scenario of the species questioning its conservation status and the efficiency of the on-going conservation program. Disclosing the evolutionary history that lead to C. navasii disjunction is essential to reassess the conservation status of the species and redefine its conservation strategy. In this study, we analyze DNA sequences and environmental data to evaluate whether the origin of the current disjunction of C. navasii was human-mediated ('transhumance hypothesis') or not. Ultimately, we seek to know if the occurrence of the species in Central East Spain is adventitious or the result of an old disjunction in order to reformulate the on-going species conservation plan to accommodate the new biogeographic scenario. To address these goals, we analyzed haplotype variation from six DNA regions in seven populations representing the two main disjunct areas of C. navasii (four populations from Sierra de Gádor, three populations from Sistema Ibérico). Additional datasets were obtained from previous studies (Malvidae, [25] ; Lepidium, [26] ) to provide a phylogenetic framework to estimate the divergence age for the origin of C. navasii and its disjunction. Finally, species distribution models were generated for past, present and future under different climate change scenarios. The specific goals were to: (1) test the monophyly of C. navasii, (2) explore the geographic structure of its haplotype variation, (3) disclose the temporal scenario for the origin of C. navasii and its disjunction, (4) describe an edaphic-climate niche modeling for the species at present time and evaluate niche performances under past and future climate scenarios, (5) propose conservation actions on the Sistema Ibérico populations and provide basic information to reevaluate the conservation status of the species.
Materials and Methods

Ethics statement
Coronopus navasii is an endangered species and no individual was collected. For this study, the minimum number of leaves was collected without compromising the survival of living plants. The environmental authorities of Andalusia, region where the species is protected under a recovery plan, granted the required permits for this study. Regional authorities from Aragón and Castilla-La Mancha are knowledgeable about this research and gave their formal approval to the collection of plant material in their respective areas of competence. This study did not require ethical approval.
Study case
Coronopus navasii has between 8 and 10 local populations in Sierra de Gádor (Andalusia, Southeast Spain), occurring above 1,600 m.a.s.l. (Fig 1) and organized in a metapopulation dynamics [5] . Two local populations display a relatively large and constant population size: (1) Cortijo de Caparidán pond with around 37,000 individuals, and (2) Sabinar pond with nearly 1,200 individuals [5] . The remaining 6-8 local populations include fewer than 20 individuals each and are affected by inter-annual demographic fluctuations [5] . The Sierra de Gádor metapopulation is protected through: (1) its habitat since this mountain range is catalogued as a Site of Community Importance in the European Natura 2000 network (European code: ES6110008), (2) the conservation program of the species already in progress, and (3) a set of in situ conservation actions recently considered within the Recovery Plan for 'Andalusian High Summit Species' [27] . The three populations found in the surroundings of the Sistema Ibérico (Central East Spain) occur from 1,000 to 1,200 m.a.s.l. (Fig 1) . Although, these altitudes cannot be considered high, the climatic conditions are extreme and subject to high seasonal fluctuation since this geographic area is a continental plateau considered a cold inland island in the Iberian Peninsula. The Anguita and Maranchón populations (Guadalajara; Fig 1) inhabit similar pond habitats as the ones described in the Sierra de Gádor metapopulation [16] , whereas the Zaida population (Zaragoza; Fig 1) inhabits temporarily flooded sides of a country road that crosses a large and semi-permanent pond [18] . Three censuses have been performed in the Anguita population revealing a rather variable size ranging between < 100 reproductive individuals [16] and 800 [28] . Because of the recent discovery of the other two populations, only the respective initial censuses are available consisting in 450 reproductive individuals at Maranchón and 1,536 at Zaida [18] . In terms of management, the Anguita and Maranchón populations are protected through their habitat since they are located within a Site of Community Importance in the European Natura 2000 network (European code ES4240017). The Zaida population lacks any legal protection, although this locality is part of a Special Conservation Area under the EU Birds Directive (European code ES0000017).
Molecular study
Field and lab work strategy. Fifty-four individuals from seven populations of C. navasii were sampled from the two disjunct areas where the species occurs (Fig 1, Table 1 ): 24 individuals from four local populations from Sierra de Gádor (Southeast Spain) and 30 from three populations of the continental plateaus of Sistema Ibérico (Central East Spain). The number of individuals per local population was ten except for two Sierra de Gádor locations (Mercurio and Balsilla Alta) where the population size was limited to two (Table 1) . Leaf material was immediately stored in silica gel.
Total genomic DNA was isolated from leaf tissue using the extraction protocol DNAeasy Plant Mini Kiy (Qiagen, California, USA). Five plastid DNA regions as well as the nuclear ITS spacer were sequenced for all the 54 individuals of C. navasii, except for trnS-trnG and trnTtrnL from which only 51 and 50 individuals could be sequenced, respectively ( Table 1) . The forward and reverse primers used for the amplification of each of the six DNA regions as well as their respective PCR conditions were taken from the following studies: psbA and trnH [29] for trnH-psbA, trnS and trnG [30] for trnS-trnG, trne and trnf [31] for trnL-trnF, trna and trnb [31] for trnT-trnL, trnQ and rps16x1 [32] for rps16-trnQ, and 17SE and 26SE for the nrDNA ITS [33] . Amplifications were done in a MyClycer thermal cycler. PCR products successfully amplified were sequenced using the STABvida sequencing service (Big Dye Terminator v. 2.0, Applied Biosystem) and Secugen SL (Madrid, Spain). Sequences were edited using Geneious R8 [34] . All the DNA matrices were aligned using the windows interface MUSCLE [35] followed by further visual adjustments.
A comprehensive taxonomic sampling above the species-level was compiled to provide a robust phylogenetic framework to recover accurate estimates on divergence ages. Two datasets (nuclear ITS, plastid trnT-trnL) including 97 samples of Lepidium s.l. (Cardaria, Coronopus, Lepidium, Stroganowia, Stubendorffia, Winklera) plus Hornungia petraea as outgroup were provided by Klaus Mummenhoff based on Mummenhoff et al. 2009 (S1 Table) [26] . Four of the individuals of C. navasii from Southeast and Central East disjunct areas herein sequenced were added to both datasets. Each of the resulting two DNA matrices included 102 sequences (hereafter called 'Lepidium nuclear matrix' and 'Lepidium plastid matrix').
No feasible fossil record attributable to Lepidium s.l. is available. Consequently, a secondary calibration approach was needed in order to obtain calibration points to estimate the divergence age of C. navasii and its disjunction. To this purpose, 60 Brassicales and twelve Malvales sequences of the plastid matK gene were obtained from a previous study [25] , as well as one from Crossosomatales and one from Huertales. All these 74 sequences were downloaded from the GenBank database (http://www.ncbi.nlm.nih.gov/genbank/). Since only one Lepidium sample was included in Hernández-Hernández et al. (2013) [25] , five additional Lepidium species and one sample of Coronopus squamatus (Forssk.) Asch. were also taken from previous studies [36, 37, 38, 39] , downloaded from GenBank and added to this dataset. As a result, a matrix including 79 matK Malvidae sequences was built, using Gerrardina and Tapiscia as outgroup (hereafter called 'Malvidae matrix'; S2 Table) .
A haplotype-based phylogeographic study was conducted on the study species and its sistergroup. Four plastid DNA regions (trnT-trnL, trnL-trnF, rps16-trnQ and trnH-psbA) were finally included in these analyses since the other two did not reveal any mutation (Table 1) . To cover the sister-group in the phylogeographic approach, sequences of two plastid DNA regions (trnT-trnL, trnL-trnF) representing the two species of the sister-group of C. navasii (C. squamatus and C. violaceus (Munby) Kuntze, [26] ) were taken from a previous study and downloaded from GenBank (S1 Table) . As a result, two plastid DNA matrices were compiled. Firstly, the hereafter called 'Mediterranean Coronopus clade matrix' that included two plastid DNA regions (trnL-trnF and trnT-trnL) and 52 individuals: 50 of C. navasii, one of C. squamatus, and one of C. violaceus (Table 1 and S1 Table) . Secondly, the hereafter called 'C. navasii matrix', which included three plastid DNA regions (rps16-trnQ, trnT-trnL and trnH-psbA) and 50 individuals of C. navasii (Table 1) .
Divergence age estimates and phylogeographic analyses. Divergence age estimates were done as implemented in BEAST v.1.8.2 [40] . The simplest models of sequence evolution used (ITS1: K80+G, ITS2: K80+G, trnT-trnL: GTR+G) were selected as the best fitting models based on the Corrected Akaike Information Criterion (AICc) implemented in jModelTest 1.1b [41] .
The molecular dating was performed in a two-step procedure due to the secondary calibration approach implemented (see above). The first step was conducted from the Malvidae matrix. Four fossil calibration points were selected for this first step based on a previous study ([25] Myr were applied to the divergence between Thlaspi and Alliaria based on a fossil of Thlaspi primaevum [43, 44] , and (N4) 17 Myr and 16.3 Myr were applied as maximum and minimum bound ages to the divergence between Capparis and Apophyllum, based on a fossil of Capparidoxylon holleisii [43, 45] . Cross-validation [46] was conducted to check for congruence between the four fossils selected. Variation in the sum of the squared differences (SS) of the age recovered in the molecular estimate for a given node and its respective fossil age was computed when comparing the molecular estimates obtained using each of the four fossils as a single calibration point (S3 Fig). Capparidoxylon is the fossil with the greatest SS value, i.e. the one that provides the biggest deviation between molecular estimates and fossil ages, followed by Thlapsi . Trees retrieved before reaching convergence were accordingly discarded. Tree topologies obtained from the BEAST analyses of Lepidium nuclear and plastid matrices were compared by the Approximately Unbiased (AU) test [48] , as implemented in Treefinder [49] . 10 5 replicates were performed and hypothesis rejection was set at a 0.05 threshold. Bayes Factors (BF; [50, 51] were also estimated by using the stepping-stone sampling implemented in BEAST to provide additional test topology. The BF analysis allows comparing the strength of evidence between a reference model (H0) and an alternative model (Hi) given the data. The stepping-stone method provides more accurate marginal likelihood estimates than the harmonic mean method [52, 53] . Selection of the best competing hypotheses against the H0 is based on the log BF (LBF = 2loge (BF)) and according to Kass and Raftery's interpretation (Positive evidence, 2loge(BF) = 2-6; Strong evidence, 2loge(BF) = 6-10; Very Strong evidence, 2loge (BF) > 10 [50] ). Positive values of the LBF indicate preference for H1, while negative values favor the H0. Plastid haplotype networks were obtained using Statistical Parsimony [54] as implemented in TCS 1.21 [55] both for Mediterranean Coronopus clade and C. navasii matrices. The maximum number of differences among haplotypes, as a result of single substitutions, was calculated with 95% confidence limits. Gaps were treated as missing data for the analysis of the Coronopus clade matrix to preserve the connection of the outgroup network to the one of C. navasii, whereas missing data were treated as the fifth character for the C. navasii matrix to include indel information in the detection of haplotypes.
Gene flow and genetic differentiation estimates. Two analyses were conducted to account for the current gene flow and migration rates between the Southeast and Central East groups of populations. Firstly, an analysis of molecular variance (AMOVA) was performed with software Arlequin 3.0 [56] . Secondly, software dnaSP was used to obtain both genetic differentiation estimators (FST and GST) and the number of migrants (Nm) estimated with Hudson et al. method [57] .
Species distribution modeling
Calibration and validation datasets. A dataset composed by the sampled populations spanned to 14 presences at 1 km 2 grid resolution. A dataset of 1,000 pseudo absence points was randomly generated, preventing them to fall within 1 km of C. navasii occurrence cells. These set of presence and pseudo absence points were used to calibrate the models. Predictor variables. Bioclimatic variables for current conditions were obtained from Worldclim project [58] at 30 seconds resolutions. The eight a priori, most meaningful species distribution models (SDMs) were selected from the 19 bioclimatic variables available ( Table 2) . Two topographic predictors were incorporated: Slope was derived in ArcGIS 9.3 [59] from a high resolution DEM (20 meters) available from the National Geographic Center and rescaled to match climate layers resolution. Topographic index was developed with ArcInfo routines available at Nicklaus Zimmerman website (http://bit.ly/1nSEhoO). The novel climate scenarios available in the Worldclim project [58] downscaled from the recent 5 th report of IPCC [60] were used to project calibrated models for years 2050 and 2070. HadGEM2-ES was the Global Circulation Model selected, as it accounted for the whole range of Representative Concentration Pathways (RCP) of greenhouse gases concentrations considered by the IPCC. Among them, we selected 2.6, 6.0 and 8.5 RCPs. For past climatic conditions, bioclimatic variables for the Last Interglacial period (LIG, 120-140 kilo years (ky)) and CCSM model for Last Glacial Maximum (LGM, 21 ky) were used from Worldclim.
Model workflow. Niche model analysis was conducted with Biomod2 package [61] implemented in R software [62] . The chosen models were stepwise generalized linear models (GLM), boosted regression trees (GBM), classification tree analysis (CTA), artificial neural network (ANN), multiple adaptive regression splines (MARS) and random forests (RF). The ensemble modeling technique implemented in Biomod2 was utilized to build a single prediction. Because of the limited presence data available, the procedure was repeated 100 times splitting data into 20% and 80% for evaluation and calibration, respectively. One hundred absences were randomly selected from the total pool for each run and weighted to match the number of presences. One hundred permutations were run for each model to assess variable importance as implemented in Biomod2. A final ensemble model was built with all the runs with AUC > 0.7. Output suitability maps were crossed with a soil layer of Iberian Peninsula in order to account only for areas where clay soils were present. Complementarily, hierarchical partitioning approach [63] was conducted with the hier.part package [64] in R software to account for a linear method based on Ordinary Least Squares. In order to assess the changes in range sizes (i.e., changes in total potential distribution area), the presence-absence distribution maps were calculated from suitability maps from the threshold that maximized the AUC score. Changes in range sizes were calculated as the percentage of lost or gained cells with respect to present period. For past climate conditions, pure climate suitability models were calibrated under present climate conditions and projected into the past climatic scenarios, as no topographic information for the past is available. For the same reason, output maps were not crossed with clay soil layers. Despite the low resolution of the plastid phylogeny, two incongruences were visually detected when compared to the nuclear phylogeny (S4A vs. S4B Fig) . In fact, results from the AU and BF tests reveal significant incongruence between the nuclear and plastid trees topologies (S3 Table) , preventing us from conducting a concatenated analysis. Therefore, the results will be discussed independently. Coronopus navasii constitutes a well-supported monophyletic species in the MCC tree obtained from Lepidium nuclear matrix (1.00 Posterior Probability, PP; Fig 3A and S4A Fig) sister to C. squamatus and C. violaceus (hereafter called 'Mediterranean Coronopus clade'; 1.00 PP; Fig 3A and S4A Fig) , as already reported by Mummenhoff et al. (2009) [26] . The MCC tree ( S4A Fig) recovers Fig 3A and S4B Fig) .
Results
Molecular study
Genetic variability of C. navasii. No sequence variation was detected among all individuals of C. navasii for the two plastid regions trnS-trnG and trnL-trnF and the nuclear ITS. The sequence variation of the remaining three plastid regions is as follows: two variable and potentially informative sites in the trnT-trnL region, two variable and potentially informative sites in rps16-trnQ and one variable and potentially informative site in trnH-psbA. All the 24 individuals from Sierra de Gádor display identical sequences for the three DNA regions in terms of nucleotide substitutions. Only individual 8 from Sabinar pond displays a nucleotide substitution in the trnH-psbA region. Four 1-pair base indels were detected within Sierra de Gádor, each of them exclusive to one individual in each population. The Sistema Ibérico populations exhibit more variability than Sierra de Gádor in terms of nucleotide substitutions. Six individuals (individuals 1, 2, 4, 6, 7, 10) in the Zaida population display one nucleotide substitution in rps16-trnQ region, and three of these six individuals display a further substitution in trnHpsbA region. An additional indel is detected in one individual of the Anguita population (individual 9). Individuals from Sierra de Gádor differ from those of Sistema Ibérico in three nucleotide substitutions.
Haplotype networks. The statistical parsimony analysis of the Mediterranean Coronopus clade matrix reveals a single substitution-based haplotype network with no loop (Fig 3B) . Thirteen haplotypes are recovered, four detected within the dataset and nine missing needed to connect the detected haplotypes. Two geographically well-defined haplotypes are detected within C. navasii connected through one missing haplotype (Fig 3B) . Two haplotypes are detected within the sister-group congruent with the two species included (C. squamatus and C. violaceous) and connected through three missing haplotypes. The remaining five missing haplotypes connect the Gádor haplotype of C. navasii to the North African C. violaceous (Fig 3B) .
The statistical parsimony analysis of the C. navasii matrix recovers a single haplotype network with nine haplotypes found within the C. navasii dataset and two missing haplotypes ( Fig  3C, Table 1 ). Nineteen of the 24 individuals from Sierra de Gádor share the same internal haplotype (GAD) while the remaining four, one from each population, display a different tip haplotype (BAL2, CAP2, MER1, SAB8, Table 1 ). Twenty individuals of the Sistema Ibérico share the same internal haplotype (IBE). Two additional haplotypes are detected in the Zaida population (ZAI1, ZAI4), shared by three individuals each and individual 9 from the Anguita population displays a different haplotype based on a single-base indel (ANG9). Two missing haplotypes connect the widespread Sierra de Gádor haplotype (GAD) with the widespread IBE haplotype from the Sistema Ibérico (Fig 3C) .
Gene flow and genetic differentiation. The AMOVA analysis assigns the greatest amount of variation between the two geographical groups (Central East and Southeast Spain, 84.14%, Table 3 ). Very limited level of differentiation is detected among populations within groups (5.18%, Table 3 ) in comparison to the one estimated within populations irrespective to the group of population to which they belong (10.68, Table 3 ). Results of gene flow estimated with 
Species distribution modeling
The six applied algorithms perform similarly with only marginal significant differences between models (S4 Table) . The minimum mean score obtained is 0.8155 in the ANN model. The presence-absence threshold for the ensemble model maximizes AUC (0.92) at a probability value of 0.55. The predictor importance according to each model is variable between models ( Table 2 ). In general, models allocate more importance to temperature variables or to their interactions with precipitation. For instance, GLM concedes greater importance to annual mean temperature and mean temperature in the driest quarter together with topographic exposure, and much less relevance to hydric constraints. Annual precipitation is in general less relevant.
The current topoclimatic niche suitability predicted by models fits the present-day distribution of the species at high altitudes in Sierra de Gádor and Sistema Ibérico without filtering distribution with soil properties (S5A Fig). The rest of mountain regions in the Iberian Peninsula show lower suitability. Projected distributions under the three climate change scenarios considering soil properties show very limited niche suitability. The future climate scenarios show a progressive loss of climate suitability in all cases but with differences. Under RCP 2.6 the current mountain ranges where the species is present are maintained, whereas under 6.0 and 8.5 they show a greater decrease. When accounting for clay soils, the decrease of suitable areas is dramatically and the species would eventually disappear from current areas, with only suitable areas remaining in the Pyrenean range. Comparison of lost and gained cells in the present-day model and the projected ones reveals a net decrease in suitability for current areas and a northward increase of suitable areas availability under the three emission trajectories considered (Table 4 ). This increase is higher for the 2050 period than to the 2070 one, where the expected number of suitable cells decreases in scenarios 2.6 and 8.5. Filtering projected maps with soil properties provides similar results but with a markedly decrease in the availability of suitable areas (Table 4) as demonstrated by suitable maps. Proportion of gained and lost cells differed among RCPs. Scenario 2.6 shows a negative change rate of -4.8%, whereas scenarios 6.0 and 8.5 reveal changes of -24% and +12% respectively (Table 4) , the latter due to a range shift towards the Pyrenees. Regarding past climate suitability, the LIG projection shows a wide distribution of available climatic niche including large but discontinuous area between Sistema Ibérico and Sierra de Gádor (Fig 4H) . Conversely, the projection to the LGM period shows less suitable climatic areas in lower altitudes when compared to current predicted potential distribution (Fig 4I) .
Discussion
The pre-Holocene context estimated for the divergence between Sistema Ibérico and Sierra de Gádor allows us rejecting the human-mediated 'transhumance hypothesis' for the origin of the C. navasii disjunction (Fig 3A) . A long-term isolation and the need to consider at least two independently evolving (and conservation) units are suggested by (1) the haplotype differentiation between Sistema Ibérico and Sierra de Gádor without any detected shared haplotype and two missing haplotypes connecting the two disjunct areas (Fig 3B) , and (2) the great genetic differentiation and low gene flow suggested by molecular estimates (Table 3 ) Future climate change models do not predict a decrease of suitable areas but a severe shift in their location ( Fig 4B-4G and S5B-S5G Fig) that may require the species migration to survive. This coupled with the rarity of the species habitat and the intrinsic constraints superimposed by the natural fragmentation of this habitat might compromise its long-term survival. These reasons force the imperative implementation of new actions in the Sistema Ibérico populations in order to contemplate the whole genetic variability of this species and properly address the above-mentioned challenges faced.
Pre-Holocene dispersal for Coronopus navasii disjunction
The confirmed phylogenetic placement of C. navasii as sister to the Mediterranean species C. squamatus and C. violaceus [26] reflects an interesting biogeographic and environmental congruence (Fig 3A) . Both the North African C. violaceous and the Iberian C. navasii are hemicryptophytes and restricted endemics to temporary ponds at medium to high altitudes [65] . However, C. violaceus is more closely related to the annual and widely distributed C. squamatus than to the alike C. navasii. Coronopus squamatus inhabits ruderal, open and xeric disturbed habitats up to 1,200 m.a.s.l. across the Mediterranean Basin and C European areas [66, 67] . The terminal placement of this widespread species could be interpreted as the acquisition of key innovation features (annuality and low environmental requirements) that may have increased chances of dispersal and population establishment success [66, 67] . The biogeographical scenario under this hypothesis implies a geographically confined ancestor for the Mediterranean clade of Coronopus with the range expansion occurring along the branch of C.
squamatus. An alternative but less plausible explanation is that annuality and low environmental requirements were ancestral in the clade, being hemicryptophyte habit and high habitat specificity acquired independently both in the Iberian Peninsula (C. navasii) and North Africa (C. violaceus). This evolutionary path would resemble the general tendency observed among the California flora, where endemic specialists of 'vernal pools' are derived from 'terrestrial antecessors', although in these cases acquisition of annuality is linked to the 'vernal pool' specialists [68, 69] . Under this hypothesis a widespread ancestor of the Mediterranean clade of Coronopus would be expected. To address these questions with certainty, a comprehensive sample embracing the whole C. squamatus distribution and the inclusion of the fourth Mediterranean species of Coronopus (C. lepidioides (Coss. & Durieu) Kuntze, North Africa) are needed together with a comparative study of the phylogenetic signal of traits related to dispersal capacity. The Miocene-Pleistocene origin for the C. navasii internal divergence (6.30-0.49 Mya according to trnT-trnL and 1.45-0.03 Mya according to ITS; Fig 3A) does not fit the Holocene divergence (< 0.01 Mya) that would be expected under the 'transhumance hypothesis', even considering the great uncertainty reflected by the large Confidence Intervals detected. In fact, this traditional land use became an active practice in Spain mainly in historic times and reached its peak during the first quarter of XVI Century [23] . Therefore, transhumance can be ruled out as a plausible explanation for the origin of the C. navasii disjunction (Fig 3A) . On the other hand, vicariance does not emerge as an alternative hypothesis for reasons added to the natural fragmentation of C. navasii habitat. Also, the lack of any shared haplotype as a vicariance hypothesis may predict and the already scattered suitable areas distribution in the past inferred in this study are not congruent with a vicariance scenario.
The most plausible scenario for the C. navasii disjunction is a northward dispersal from Sierra de Gádor to the Sistema Ibérico as inferred by the fact that the C. navasii network is connected to the sister-group through a haplotype from Sierra de Gádor (Fig 3B) . This northward direction is consistent with the northward progressive climatic recovery identified after the LGM from paleobotanical and geological data [70] that has also been used to explain other mountain plant disjunctions in the Mediterranean [71, 72] . Also, a similar pathway of northward dispersal has been proposed for Iberian xerophytes such as Ferula loscosii (Apiaceae) or the Vella pseudocytisus-V. aspera complex during the Pliocene [73, 74] as the onset of the Mediterranean climate was creating dry continental niches in NE Iberia. From a biological point of view, dispersal is plausible since epizoochory has been described as the secondary dispersal mechanism for C. navasii [5] . Besides, C. navasii fruit phenology coincides with summer movements of migrating animals that use these ponds as water supplies ( [16, 75] , Fig 2) , which are particularly essential in semiarid environments like the ones where C. navasii occurs [76] . However, the Sierra de Gádor-Sistema Ibérico path is not a common migratory route for birds, at least currently [28] . Finally, whether the dispersal was the result of long distance dispersal (LDD) or stepping-stone (SSD) process remains open. The appearance of intermediate suitable areas in past projections (Fig 4H-4I ) makes the SSD hypothesis likely, although LDD cannot be ruled out.
Conservation implications and management strategy
Our findings on the haplotype differentiation between the Sistema Ibérico and Sierra de Gádor urge the implementation of targeted local actions into the Sistema Ibérico populations in a coordinated action with the on-going Sierra de Gádor program. We suggest considering both areas as independent operational conservation units (OCUs). The > 500 km distance between both areas limits the implementation of common legal actions because of different regional political competences. Moreover, the conservation strategy of the Sierra de Gádor metapopulation does not seem enough to preserve the total genetic diversity of the species due to the different haplotypes and great isolation detected in the Sistema Ibérico. The recognition of at least two OCUs is therefore not only a functional proposal, but also an evolutionary-oriented action.
A set of ex situ actions must be taken on the two new populations found in 2014 including collecting seeds to preserve in germplasm banks. In parallel, a proper evaluation of the interannual demographic fluctuation of each of the three Sistema Ibérico populations through consecutive annual censuses is needed. The four censuses available from the Anguita population [16] ; ca. 800 in 2012 [28] ; ca. 600 in 2014 and ca. 1000 in 2015). However, the limited number of censuses together with the eight years lasting between the first two makes any inference rather speculative. A targeted and effective sampling of suitable areas based on our niche modeling results is recommended, given the occurrence of similar ponds in other places of the Sistema Ibérico and surrounding areas.
Temporary ponds are waterholes subjected to extremely changing seasonal environmental conditions that are particularly stressed in the area of study because of the inter-annual rainfall fluctuation superimposed by the unpredictable Mediterranean climate. The general importance of environmental variables that niche models attribute to temperature, precipitation and topography are consistent with this interpretation. Temperature variables scored higher than precipitation and topography across the majority of the models, suggesting that altitude, which determines thermic conditions, can be a strong limiting factor for the species distribution. The lower scores assigned to precipitation variables may be explained indeed by the mentioned higher fluctuation in rainfall regimes, which lowers the explanatory ability of these constraints. Nevertheless, additional analyses at finer scales when spatial data are available would be required to clarify the actual role of predictors. The application of a finer resolution is especially relevant when local topography is an important constraint such as it is in the temporary ponds of C. navasii (e.g. [77] ). Accounting for spatial autocorrelation would be important too because of the aggregated distribution of the individuals of C. navasii around the ponds. Our results on future projections confirm climate change as a likely driving force promoting extinction in C. navasii by: (1) accelerating local extinction and migration to higher altitudes or latitudes, and (2) altering the seasonal water system of the ponds where the species occurs due to the predicted aridity and evapo-transpiration rates increase. Therefore, linking inter-annual climate variability to demographic fluctuations might be critical to propose effective actions to face climate change, since future projections predict northward shift in the species distribution coupled with a decrease in habitat suitability in current sites (Fig 4B-4G) .
In addition to the demographic and genetic consequences derived from the annual and inter-annual environmental variation, C. navasii is constrained by the limited patch size and habitat fragmentation that naturally characterized its habitat [78] . The higher levels of genetic variation detected within populations (11%) than among populations (5%) is interpreted as evidence that both disjunct areas follow a metapopulation dynamics (Table 3) . Description of the metapopulation dynamic in the Sistema Ibérico is key to determine the impact of local inter-annual demographic fluctuations to the overall system. Indeed, livestock have already been suggested as key factors to keep the metapopulation dynamics in Sierra de Gádor (Fig 2; [5]). Determining the actual impact of flock movements in C. navasii dispersal between local populations and new pond colonization rates would be interesting to design a sustainable management of flock activity that ensures the long-term survival in both disjunct areas.
Mediterranean temporary ponds are isolated and uncommon habitats essential for migratory animals [75] that hold a high variety of rare endemic species. Only a few local studies on the flora and vegetation of these ponds [21, 79] have been conducted to improve knowledge and conservation information on plant biodiversity in these microhabitats [78, 80] . This sharply contrasts with the large number of studies performed in other parts of the world on the flora of seasonal ponds in Mediterranean climates (Chile, Australia, California; [68] ). Because of limited water availability in the Mediterranean climate, humans have traditionally used these ponds for agriculture, flock watering or domestic supply. The species living in these ponds and all the associated interaction networks depend on the hydrological annual cycle maintenance. However, during last decades, drainage for extensive agriculture or non-controlled livestock watering is leading to a premature drying out of these ponds [81] . Artificial flooding of ponds during summer is also a common practice that has been reported as a negative activity for the community survival [19, 82] . Considering individuals of C. navasii produce their aerial parts as water drains, the maintenance of the annual water dynamics of the pond is essential. Artificial flooding leading to a permanent water level in ponds is therefore a harmful practice for C. navasii survival. However, controlled artificial flooding that ensures maintenance of the natural dynamics of water ponds would be a positive management practice since it will ensure the preservation of the species.
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